. Organ counts for wildtype and silenced flowers. Flowers were dissected from wildtype (AqANS-silenced control, n=15), aqlfy (n=38), aqufo1 (n=71), aqufo2 (n=32), and aqufo1/2 (n=25) cohorts. The per flower distributions above are presented for staminodes (A) and carpels (B), while the other organ counts are presented in Fig. 3 . For each class of data (A-B), a oneway ANOVA was conducted to determine whether any of the means were statistically different. For these organ classes, there was no difference between the cohorts, as indicated by the "a" labels. Figure S3 . Maximum likelihood tree showing relationships among amino acids sequences encoded by 25 putative UFO homologs and three outgroup lineages drawn from the C5 clade of the F-box superfamily (Gagne et al., 2002) . Bootstrap values greater than 50 are shown at the nodes. The vast majority of these loci are drawn from the Phytozome database, with the exception of several previously characterized UFO orthologs drawn from the following publications: Arabidopsis thaliana UFO (highlighted in red), (Samach et al., 1999) ; Pisum sativum STAMINA PISTILLOIDA, (Taylor et al., 2001) ; Antirrhinum majus, FIMBRIATA, (Simon et al., 1994) ; Impatiens balsimina Imp-FIM, (Pouteau et al., 1998) ; and Oryza sativa APO1, (Ikeda-Kawakatsu et al., 2009) . The clade termed the UFO clade has 100% bootstrap support and includes both Aquilegia loci in the current study. Figure 4 . Test for protein-protein interactions between AqLFY, AqUFO1, and AqUFO2 in AH109 yeast. Replicate experiments (Rep1 and Rep2) of yeast two-hybrid assays were conducted to test for dimerization between N-terminal GAL4AD fusions of AqLFY, AqUFO1, AqUFO2 in the activation domain vector (pGADT7, left column) and N-terminal GAL4BD fusions of same proteins in the binding domain vector (pGBKT7, right column). The observed growth after 6 days on either nonselective (SD dropout media lacking leucine and tryptophan (LT)) and restrictive (SD dropout media lacking leucine, tryptophan, and histidine (HLT)) is presented. It appears that AqLFY/AqUFO1, AqLFY/AqUFO2, and UFO1/UFO2 could form heterodimers in this system. AqLFY dimerizes with AqUFO1 more strongly than with AqUFO2, as indicated by growth of yeast containing AqLFY-AqUFO1 with addition of 1mM histidine synthesis inhibitor 3-amino-1, 2, 4-triazole (3-AT), right photo panel. Some homodimerization was also detected for AqLFY and AqUFO1. Note that Rep1 and Rep2 tested growth on restrictive HLT media with addition of either 10 or 1 mM 3-AT, respectively. Autoactivation only occurred when AH109 contained the BD construct with AqLFY, but growth was minimized with the addition of 1 mM 3-AT to the SD HLT media. The manufacturer's positive control (p53/T-antigen) was used to monitor Y2H assays as well as two Aquilegia MADS proteins (AqAP31, AqPI) known for their strong protein-protein interaction (Kramer et al., 2007) . Note that the AqUFO1/AqUFO2 heterodimer culture did not grow in Rep2. 
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